white adipose tissue (iWAT) and interscapular brown adipose tissue (iBAT). Genomic DNA from these tissues was used as a template for the PCR. Tail DNA was used as a negative control for recombination. PCR products were run in a 2% agarose gel. Left panel: "I" in each lane indicates that the primer pair IMR0883 and the PGK-3740 was used for the detection of the "inactive" allele (absence of recombination). "A" in each lane indicates that the primer pair IMR0883 and NICD-5477 was used for the detection of the "active" allele (presence of recombination). Right panel; detection of the Cre transgene. The DNA ladder used is the 1kb plus ladder (Life Technologies).
1 Figure S2 . A. Stability values of reference genes using the genorm algorithm. The geometric means of the two most "stable" genes (lower values) were selected to be used in the normalization of the results of the quantitative real-time PCR for each tissue. B2m; beta-2-microglobulin, Gusb; beta-glucoronidase, Actb; beta-actin, Gapdh; glyceraldehyde-3-phosphate dehydrogenase. B. Relative mRNA levels of genes of interest in inguinal white adipose tissue (iWAT).
n=8 for the control and n=9 for the Ad-NICD. Data are mean ± SE, *p<0.05. C. Relative mRNA levels of NICD and Egfp in eWAT and iWAT of Ad-NICD mice.
Egfp; enhanced green fluorescent protein. n=9 for each tissue. Data are mean ± SE.
Supplemental Experimental Procedures

Distribution of adipocyte size
To assess the size of the adipocytes in the white adipose tissue, photos from H&E sections of our samples were used and were analyzed in a computer with the NIS-Element AR software (Nikon instruments) that was kindly provided by the Center of Biological Imaging (CBI) in the University of Pittsburgh. A representative histogram of the adipocyte size distribution can be seen in Figure S1B .
Mouse models
The primer sequences used for genotyping the mouse models were based on our previous work A visual rough presentation of the localization of these primers on the wild-type or Rosa NICD allele can be found in Figure S1C .
In all PCR reaction 0.5μM of each primer was used. To genotype the experimental mice tail genomic DNA was used as a template. To detect the Rosa NICD allele the primers IMR0883, IMR8038 and IMR8039 were used in a single PCR reaction with the following cycling conditions;
Step The PCR product from this reaction is expected to be 235bp in case of the wild-type allele and 320bp in case of the Rosa NICD allele.
To detect the presence or absence of the Cre transgene in our model mice the primers Cre1 and
Cre2 were used in a single reaction using tail genomic DNA as template. The cycling conditions used were the following;
Step The expected product of this PCR in case of a Cre positive mouse is expected to be 355bp.
To confirm that the expected recombination by Cre recombinase has occurred in the target tissues in our mouse models, genomic DNA from eWAT, iWAT, iBAT and tail was used as a template. For detection of the "inactive allele" (absence of recombination) the the primer pair IMR0883 and the PGK-3740 was used. For detection of of the "active" allele (presence of recombination) the primer pair IMR0883 and NICD-5477 was used. The cycling conditions for both these PCR reactions were the following;
Step The expected PCR products from these reactions are 550bp for the "inactive allele" and 650bp
for the "active allele" and can be seen in Figure S1D .
